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Supplemental Figure 9: Lack of associationof the
alkylating signature with germline SNPs in FA
and TLS genes

The False Discovery Rate (FDR) adjusted p-value (y
axis) for SNPs in each FA (A) and TLS (B) gene (x axis)
colored by chromosome location. The blue horizontal
line indicates the significance threshold of <0.1. FA:
Fanconi Anemia, TLS: Translesion synthesis.



